Background: Identification of human leukocyte antigen class I (HLA-I) restricted cytotoxic T cell (CTL) epitopes from influenza virus is of importance for the development of new effective peptide-based vaccines.
Introduction
Influenza is a highly contagious, airborne respiratory tract infection associated with a significant disease burden during seasonal influenza outbreaks every year. In addition, the emergence of a new influenza subtype A (H5N1) [1] , which can be directly, although rarely, transmitted from birds to humans, and especially the recent outbreak of swine-origin H1N1 virus which is transmitted to and spread among humans are potential or actual pandemic flu threats, respectively [2, 3] . Currently, vaccinations using inactivated or live-attenuated influenza virus preparation remain the primary method of prevention, both of which are dominated by the antibody-mediated immune responses to the highly variable surface glycoproteins, hemagglutinin (HA) and neuraminidase (NA). However, the virus escapes vaccineinduced neutralizing antibodies through constantly changing the composition of its surface antigens. This complicates the development of cross-protective immunity i.e. the ability to cover several different isolates; rather, influenza vaccines must regularly be updated to match existing seasonal epidemic flu isolates.
It is known that CD8 + cytotoxic T lymphocyte (CTL) responses play a major role in the control of primary influenza virus infection [4, 5] . In mice, CTLs against conserved epitopes contribute to protective immunity against influenza viruses of various subtypes [6, 7] . The use of CTL epitopes, especially conserved ones shared by multiple viral strains, and identification of HLA class I (HLA-I) binding immunogenic peptides, might therefore be basis for a robust vaccine strategy against emerging influenza epidemics.
We have previously performed a genome-, pathogen-, and HLA-wide search for conserved CTL epitopes derived from influenza A virus [8] . The predicted CTL epitopes were synthesized and tested by biochemical methods for binding to the appropriate recombinant HLA-I protein, and by IFNc ELISPOT analyses for CTL immune responses using PBMC from healthy, adult and HLA-typed Danish subjects, assumed to have been exposed to multiple influenza infections during the past. Using these technologies we identified 10 new antigenic fluderived peptide epitopes [8] . However, this search for conserved CTL epitopes skewed the selection towards peptides derived from polymerase and nucleoproteins, whereas the classical flu antibody targets, HA and NA, only included 8 of the 167 predicted CTL epitopes. Although the surface glycoproteins HA and NA are very variable over time, they might still contain pivotal CTL epitopes and our previous demands for conservation among a large number of viral strains might have missed important HA-and NA-derived CTL epitopes.
In our recent work on pox-derived epitopes [9, 10] , we became aware that the measured immune responses of peripheral blood mononuclear cells (PBMC) in vitro by IFNc ELISPOT towards high affinity HLA-I binding 9mer peptides, were not solely restricted by the HLA-I molecule of the peptide presenting cells. By the use of anti-CD4, anti-CD8, anti-HLA-I, and anti-HLA class II (HLA-II) blocking antibodies, and by performing CD4 + and CD8
+ T cell depletion experiments on PBMC prior to ELISPOT expansion cultures, we demonstrated that T cells in the peripheral blood of vaccinia virus vaccinated and responding individuals gave rise to both the expected typical HLA-I restricted, CD8
+ T cell dependent responses, as well as unexpected responses mediated by CD4
+ T cells and apparently restricted by HLA-II [10] .
In the present study, we have screened 9mer peptide epitopes from available influenza A viral protein sequences including the highly variable surface glycoproteins HA and NA by using the NetCTL algorithm for epitope prediction [11] and the EpiSelect algorithm for broad coverage of all available Influenza A strains [12] . In addition, we analyzed whether the predicted HLA-I binding 9mer peptides induced reactivity by CD4 + T cells. Twenty-one peptides of the 131 HLA-I binding peptides studied, were found to induce T cell responses in donors typed for the corresponding HLA-class I allele. However, only 5 peptides induced strictly CD8 + T cell dependent HLA-I restricted responses whereas 16 peptides induced CD4 + T cell dependent responses.
Results

Prediction of influenza A CTL epitopes
Bioinformatics (NetCTL) was used to identify broadly immunogenic influenza A-specific CTL epitopes restricted to one of the 12 HLA-I supertypes [13] . A number of predicted epitopes, that together constitute a broad coverage among different influenza A strains, were selected using the EpiSelect algorithm used previously to select HIV-1 epitopes [12] . In total, 146 predicted CTL epitopes were selected. In average, each predicted epitope is found in 442 different strains and Table 1 specifies this according to the protein in question. The influenza strains initially used for predicting epitopes mainly belong to five subtypes: H3N2, 124 epitope predicted (ep); H1N1, 68 ep; H5N1, 35 ep; H2N2, 55 ep; and H1N2, 86 ep. The Table shows that a predicted HA1 epitope is on average found in 35% of the sequenced HA1 proteins, while a predicted NP epitope is on average found in 84% of the sequenced NP proteins. These percentages reflect the level of protein conservation.
Biochemical validation of HLA-I binding
131 of the 146 predicted HLA-I binding epitopes were synthesized (the remainder were rejected due to problems with synthesis or dissolving of the peptides). To determine whether the peptides indeed were binders to the relevant HLA-I proteins, they were tested for binding to each of the 12 HLA-A or -B supertypes in a biochemical assay (see Materials and Methods) ( Table 2) . Consistent with previous classifications, the binding affinity (K D ) of the 131 predicted 9mer peptides can be divided into groups of high (K D #50 nM) and intermediate affinity binders (50 nM,K D #500 nM), respectively, as well as low affinity binders (500 nM,K D #5000 nM), and peptides with no affinity (K D .5000 nM) for MHC-I molecules (four peptides). As shown in the Table 2 , 87 of the 131 predicted peptides, or 66%, turned out to be high or intermediate affinity binders.
Immunogenicity of the predicted peptides
All 131 peptides were tested for their ability to stimulate influenza A-specific, HLA-matched T cells from a cohort of HLAmatched healthy Danish subjects aged 35-65, ie. assumed to have been exposed previously to natural influenza A virus. The peptides were evaluated for their ability to stimulate IFNc production in an ELISPOT assay by PBMC from HLA-matched donors. In order to expand the frequency of peptide-specific T cells, PBMC were exposed for 10 days to peptides prior to performing the ELISPOT assays. Positive reactivity towards peptides was confirmed at least twice in the same donor as well as in other HLA supertype matched donors. IFNc spot formation was detected for 21 peptides with binding affinity for one of the ten supertypes (A1, A2, A3, A24, A26, B7, B8, B44, B58, and B62). The ELISPOT data for these 21 antigenic peptides are shown in Table 3 and demonstrate that IFNc spot-forming cell numbers per 10 5 PBMC varied for the different peptides as well as between donors reactive for the same peptide (latter data not included). Table 3 also shows that some peptides were recognized by several donors whereas other peptides were only recognized by T cells from a single donor. Of note is that the four peptides (PF-110, PF-140, PF-146 and PF-148) without binding affinity for the predicted HLA supertypes HLA-A26, B62, B7 and B7, respectively, were recognized by PBMC of several donors in a HLA-II restricted manner.
Reactivity to the majority of peptides is blocked by a pan anti-HLA-II antibody To ascertain whether, or not, CD4
+ T cells are involved in the anti-influenza responses documented above, a pan-specific anti-HLA-II blocking antibody IVA12 as well as the anti-pan HLA-I antibody W6/32 were added into individual ELISPOT microcultures (see Materials and Methods). As shown in Table 4 , Depletion of CD4 + and CD8 + T cells from PBMC
To obtain direct evidence for the CD4 or CD8 phenotype of the responding T cells depicted in Table 4 , T cell reactivity was tested on a number of selected peptides ( Fig. 1 ) for which the reactivity was blocked by either anti-MHC-I or MHC-II antibodies (Table 4) . PBMC were depleted for either CD4 + or CD8 + T cells prior to exposure to peptides. Figures 1A-E show reactivity obtained from PBMC of donor 21, 25, 29, 23 and 35 induced by peptides PF106, PF109, PF116, PF148 and PF137, respectively. It is evident that PBMC depleted of CD8 + T cells respond significantly in ELISPOT culture, whereas the CD4 + T celldepleted PBMC do not respond at all. These results thus support the data in Table 4 , although in some cases, the presence of W6/ 32 partially blocks reactivity (see Table 4 and discussion). Together, the data above indicate, that the CD4 + T cell-responses are restricted by HLA-II molecules. Despite not being blocked by the W6/32 or IVA12 antibodies (see Table 4 ), peptide PF137 induces a CD4 + T cell response (Fig. 1E) . Figure 1F and G show that depletion of CD8 + T cells totally removed the responses against peptides PF96 and PF145 whereas depletion of CD4 + T cells did not inhibit responses in the ELISPOT culture thus confirming the blocking by W6/32 antibody (Table 4 ) of these responses. Collectively, the T cell mediated reactivity against the 21 antigenic 9mer flu-derived peptides studied here suggest that the peptides are recognized either by CD4 + or CD8 + T cells but not by both cell subsets. Thus, the two sets of responses appear to be mutually independent.
HLA-II subtype specific blocking of peptide reactivity
The peptide responses blocked by an anti-pan HLA-II antibody (IVA12) ( Table 4) were further analyzed using HLA-II subtype specific antibodies for blocking of IFNc spot formation. PF-141 was not studied due to loss of donor 17 PBMC. Fig. 2 shows the results. Eight individual peptide reactivities were totally blocked in the presence of anti-HLA-DR antibody and six peptide reactivities were blocked in the presence of anti-HLA-DP antibody whereas the presence of anti-HLA-DQ antibody was without any effect. As observed with the IVA12 antibody, the reactivity against peptide PF137 was not inhibited by either of the antibodies, although the separation experiment in Fig. 1E clearly shows that the reactivity is mediated by CD4 + T cells.
Donor HLA-II subtypes and peptide binding to HLA-DR molecules
Donors giving rise to responses blocked by anti-HLA-I and -II antibodies were typed for HLA-A, B and DR, DQ and DP B loci expression by DNA sequencing (see Materials and Methods). Table 5 shows the typing data and the number of peptide epitopes recognized by individual donors.
A high-throughput HLA-II peptide binding assay, recently developed in our laboratories, allows the affinities of HLA-II/ peptide interaction to be determined in the nanomolar range [14] . The 14 peptides recognized by CD4 + T cells ( Fig. 1 ) and for which reactivity was blocked by anti-DR or anti-DP antibodies ( Fig. 2 ), respectively, were tested for binding to recombinant HLA-DRB1*0101, -DRB1*0301, -DRB1*0302, -DRB1*0401, -DRB3*0301, -DRB5*0101 chains combined with the non polymorphic DRA1*0101 chain and for binding to DPA1*0103/ DPB1*0401 molecules. Table 6 shows the results. As positive controls for binding, two pan HLA-DR/DP binding 13 and 15mer peptides were included. Only those peptides showing a binding affinity ,5000 nM are included in Table 6 . Three of the 8 peptides (IMLKANFSV, ETIVLLRAF, YVKQNTLKL), for which reactivity was blocked by anti-DR antibody, showed binding to DRA1*0101/DRB1*0401 or DRA1*0101/DRB5*0101 also expressed by the reactive donors, whereas none of the peptides, for which reactivity was blocked by anti-DP antibody, showed binding to DPA1*0103/DPB1*0401, however, two of these peptides showed binding to DR molecules expressed by the reactive donors.
Discussion
Previously, we have performed a genome-, pathogen-, and HLA-wide search for conserved CTL epitopes in influenza A virus [8] . However, this search for conserved CTL epitopes skewed the selection towards the polymerase and nucleoprotein, whereas the classical antibody targets, HA and NA, were found to contain only a few (8) of the 167 predicted CTL epitopes [8] . Instead of searching for conserved CTL epitopes, we attempted in the present study, to select a number of predicted HLA-I binding influenza A CTL epitopes, which constitute a broad coverage of all available influenza A strains. According to this criterion, most of the predicted CTL epitopes from the PB1, PB2, and PA proteins were found to be shared with those tested in our previous publication [8] , and for the purpose of novelty, these proteins were therefore excluded from the present study.
To increase the chance for the discovery of new peptide epitopes, we tested the peptides in all HLA-I supertype matched donors available to us. In the present work, we discovered 20 new immunogenic peptides, and confirmed one known, of 131 peptides tested as compared to the discovery of 10 new and 3 known peptides of 167 flu peptides tested in our previous report [8] . In the latter case, the peptides were only tested in a few of the available HLA-matched donors.
In recent work on pox-derived epitopes, we found that immune responses of donor PBMC in vitro, as measured by IFNc ELISPOT towards HLA-I binding 9 mer peptides, were either CD8 + or CD4 + T cell-dependent and that the latter appeared to be restricted by HLA-II molecules [10] . This observation led us to investigate whether the predicted HLA-I binding flu peptides of the present study induce CD4
+ T cell-dependent responses. The key finding of the present study is that 16 of 131 9mer peptides derived from influenza A viral proteins induce CD4 + T cell dependent responses in vitro from presumably immune donors. These responses were, with one exception, all blocked by anti-HLA-II antibody. In addition, 8 peptide responses were blocked by an anti-HLA-DR antibody and 6 peptide responses by an anti-HLA-DP antibody. Surprisingly, only 5 peptide responses (including the known peptide PF130 [15, 16] ), were blocked by a HLA-I antibody. For selected peptides, CD4
+ and CD8 + T cell depletion experiments showed that CD4 + T cell responses were blocked by anti-HLA-II antibody, whereas
CD8
+ T cells were blocked by anti-HLA-I antibody. As shown in Table 4 , the anti-HLA-I antibody in fact showed partially blocking of reactivity for some peptide epitopes (PF106 and PF141) that, according to the cell depletion experiments (Fig. 1) induced CD4 + T cell, but not CD8 + T cell, responses. Such partial blocking might reflect anti-HLA-I antibody-mediated apoptosis of activated effector CD4
+ T cells as previously demonstrated [17, 18] . The fact that CD4
+ T cell-mediated responses against PF137 is not inhibited by any of the two anti-HLA antibodies might suggest an excessively high stimulatory binding avidity of peptide specific CD4 + T cells. It is generally accepted that HLA class I binding peptides are composed of 8-11 amino acids, whereas HLA class II binding peptides consist of 15-20 amino acids being recognized by CD8 + and CD4
+ T cells respectively [19] [20] [21] . Both HLA-I and -II molecules bind to primary and secondary peptide anchor motifs covering the central 9-10 amino acids. Thus, considering this common structural basis for peptide binding to HLA-I and -II molecules, the present finding of 9mer peptide binding to HLA-II molecules is not unexpected (also documented in the immune epitope database www.Immuneepitope. org). As mentioned above, we have previously reported that high-affinity HLA-I binding variola-derived 9mer peptides (K D ,6 nM) induce CD4 + T cell responses ex vivo more than 30 years post-vaccinia virus vaccination, which can be blocked by anti-HLA-II antibody [10] . The same phenomenon was observed here: in silico predicted HLA-I binding 9mer peptides -this time derived from influenza A viral proteins -induce CD4 + T cell mediated responses which appear to be HLA-II restricted as T cell responses are totally blocked by a pan HLA-II antibody. In contrast to our previous study [10] , we found no correlation between CD4 + T cell reactivity and HLA-I binding affinity of peptides. The induction of immune responses in the present study was not limited to highaffinity HLA-I binding peptides. Rather, we found examples of peptides with intermediate, low or no binding affinities for its HLA-I allele. Such peptides were all capable of stimulating strong CD4 + T cell responses, again suggesting that these 9mer peptides are presented by HLA-II molecules. As indicated from data in Table 3 and 4 only half of the HLA-II restricted responses were observed in more than one donor whereas four of the five HLA-I restricted responses were observed in at least two donors. This difference might reflect the relatively low binding affinity of 9mer peptides for HLA-II (Table 6 ) as opposed to their binding affinity for HLA-I (Table 4) , thereby making the ELISPOT assay less sensitive as a readout for antigenic HLA-II binding 9mer peptides.
Using a high-throughput HLA-II peptide binding assay, recently developed in our laboratories [14] , we found that 3 of 8 peptides, for which reactivity was blocked by anti-DR antibody, bind to donor HLA-DR subtypes. These numbers are higher than expected since only one quarter of the HLA-DR alleles expressed by the peptide reactive donors was assayed for peptide binding. Regarding the peptides, for which reactivity was blocked by anti-DP antibody, it was quite surprising to find that none of these peptides bind to DPA1*0103/DPB1*0401 although the majority of donors in our material express this common HLA-II subtype. At present we have no explanation for this negative observation. Frahm et al. [22] have recently tried to determine the HLA class I promiscuity of previously well-defined CTL epitopes by testing responses in 100 subjects to a set of 242 HIV and EBV-derived CTL epitopes using PBMC in IFNc ELISPOT assays, regardless of the individual's HLA type. Fifty percent of all positive responses were detected in individuals who did not express originally described restricting HLA-I allele. The authors concluded that epitope presentation and CTL recognition might occur frequently Table 5 . HLA class I and II subtypes for donors used in the present study. in the context of alternative HLA class I alleles. Although some alternative HLA-I restrictions were confirmed experimentally, the majority were not identified, but inferred by statistical methods [22] . Our previous [10] and present results showing HLA-I binding 9mer peptides capable of activating CD4 + T cell dependent responses, may suggest that some of the ''alternative restricted'' responses described by Frahm et al. [22] reflect CD4 + T cell recognition of epitopes restricted by HLA-II.
Assarsson et al [23] have used the similar strategy as ours to identify influenza A virus-derived epitopes, but none of their discovered epitopes matched those discovered in our study. The discrepancy between the two studies might be explained by the fact that Assarsson et al mainly focused on epitopes derived from conserved sequences while we focused on epitopes in influenza virus regardless of their conservancy. Also they used freshly harvested PBMC whereas we used in vitro restimulated PBMC which increases the frequency of influenza virus-specific T cells thereby enhancing the detection sensitivity. Indeed, for some antigenic peptides in [23] , the numbers of SFC in the ELISPOT assay are very low. In line with this, some epitopes including two HLA-I restricted (PF-96 and PF-132) and five HLA-II restricted epitopes (PF-103, PF-109, PF-146, PF-152 and PF-PF-141) identified in our study, were also included in [23] but failed to show antigenicity. Furthermore, Assarsson et al only discovered 54 epitopes out of 4080 peptides tested (discovery rate: 1.3%), while we identified 21 out of 131 peptides (discovery rate: 16%) by using peptide restimulated T cells. Therefore, the in vitro restimulation might be needed in PBMC of unvaccinated individuals prior to performance of ELISPOT assays in order to increase the detection sensitivity. Intriguingly, Assarsson et al. did not discover any HLA-II restricted epitopes among 38 HLA-I binding epitopes (8-11mer), whereas we identified 16 of 21 HLA-I binding 9mer peptides in our study as HLA-II restricted CD4 + T cell epitopes. However, they excluded some 8-11mer peptides which induced reproducible positive responses, but showed poor binding ability to the relevant HLA-I alleles. It would be interesting to know if the responses induced by these latter peptides are CD4 + T cell dependent.
We propose that studies, which employ 'reverse immunology' to monitor HLA class I responses against HLA-I binding peptides by use of IFNc ELISPOT assay, should take class II-restricted, CD4-dependent T cell responses into account. Our present and previous data [10] suggest that HLA-I binding peptides might stimulate CD4 + T cell immune responses restricted by HLA-II molecules. Thus, ELISPOT-based analyses of reactivity against 9mer class I binding peptides should always include either anti-CD4/CD8 blocking or CD4/CD8 T cell subset depletion experiments or, alternatively, perforin-or granzyme B-based ELISPOT analyses to obtain the true phenotype of the antigenspecific T cells.
In the present and previous [8] studies we have identified a total of 30 new antigenic flu-derived 9mer peptides (large proteins PB1,PB2,PA,NP,NA,HA and small proteins M1, M2, NS1) potentially recognized by the majority of humans disregarding their HLA allotype and group. We now plan to initiate animal vaccine studies in flu infected HLA transgenic mice to assay for the protective/therapeutic efficacy of the peptides. If a clinical effect is obtained, the peptides might be of use as vaccine candidates in future influenza pandemics.
In conclusion, by the use of PBMC from healthy adult donors, twenty one 9mer peptides derived from influenza A viral proteins were found to induce T cell responses in an IFNc ELISPOT assay. Only 5 of the peptides induced HLA-I restricted CD8 + T cell responses. The remaining 16 peptides, of which 3 peptides were shown to bind to HLA-DR, induced CD4 + T cell responses apparently restricted by HLA-II molecules.
Materials and Methods
Collection of blood samples and tissue typing
Buffy coats of 500 ml whole blood from individuals in the Danish blood donor corps (age range: 35-65 years; including informed consent) were obtained from The Blood Bank at Rigshospitalet (Copenhagen, Denmark) and used within 24 hours to isolate peripheral blood mononuclear cells (PBMC). The donors were selected, according to serological typing of their HLA-A and -B haplotypes, to maximize coverage of the 12 HLA-I supertypes, including HLA-A1, -A2, -A3, -A24, -A26, -B7, -B8, -B27, -B39, -B44, -B58 and -B62 [13] . A high-resolution sequence-based typing (SBT) of the HLA-A, HLA-B and the HLA-DR,-DQ and-DP loci was subsequently established (Genome Diagnostics, Utrecht, Netherlands). Typing data are shown in Table 5 .
This study was in accordance with the ethical guidelines, and approved by the Institutional Review Board, University Hospital of Copenhagen (Rigshospitalet), Denmark.
Isolation of PBMC
Peripheral blood mononuclear cells (PBMC) were isolated from buffy coats by density gradient centrifugation using Lymphoprep (Nycomed Pharma AS, Oslo, Norway). The freshly isolated PBMC were cryopreserved for later use at 20610 6 cells in 1 ml RPMI-1640 containing 20% FCS and 10% dimethyl sulfoxide (DMSO) at 2140uC.
Bioinformatics search strategy for CTL epitopes derived from influenza A virus
The CTL epitope predictions were performed on the basis of a dataset consisting of 3735 influenza A strains obtained from the Influenza Sequence Database (www.flu.lanl.gov). The 3735 strains comprise a total of 10497 sequenced proteins of which the PB1, PB2, and PA proteins were excluded, since we have previously already tested 37 PB1-, 57 PB2-, and 39 PA-derived predicted CTL epitopes [8] . CTL epitopes derived from the remaining eight influenza proteins (HA1, HA2, NA, NS1, NS2, M1, M2, and NP) and restricted to any of the 12 HLA-I supertypes were predicted using the NetCTL 1.0 method [11] (available at www.cbs.dtu.dk/ services/NetCTL). The NetCTL method uses a combined prediction score for MHC class I affinity, TAP transport efficiency, and C-terminal proteasomal cleavage as a weighted sum of the three individual prediction scores. For MHC class I affinity, the NetMHC-3,0 method is used. For TAP transport efficiency, the method of Peters et al. [24] is used, and for proteasomal cleavage, the NetChop C-term 3.0 method is used. Thus, in the NetCTL method, each possible 9mer in a protein is assigned a score based on a combination of proteasomal cleavage, TAP transport efficiency, and HLA-I binding affinity with the highest weight assigned to the HLA-I affinity. Depending on the size of the protein, between one and two of the top-scoring 9mers in each protein were selected as the predicted epitopes for each of the 12 HLA-I supertypes.
Next, the EpiSelect algorithm was used for selecting a number of predicted CTL epitopes, which together constitute a broad coverage of all strains. The EpiSelect algorithm has been described in detail previously [12] . The input to the algorithm is a set of lists defining the predicted epitopes in each viral strain. Briefly, the algorithm aims at selecting a given number of epitopes in a way so that the number of epitopes in the viral strain with fewest epitopes , were cultured for 20 hours in the presence (six wells) or absence (six wells) of indicated peptides with a final concentration of 10 mg/ml in an ELISPOT plate. As positive controls, cells were stimulated with 10 mg/ml phytohaemagglutinin (Sigma-Aldrich, Poole, Dorset, UK). Attempts to block HLA-I and HLA-II restricted responses were performed in 4 cultures of 10 days expanded cells. To block HLA-I-restricted responses the pan specific anti-HLA-I antibody W6/32 ascites (ATCC) was added at a final dilution of 1:40 for 30 min before adding peptides in ELISPOT assays. To block pan HLA-II-restricted responses, 10 mg/ml anti-pan HLA-II monoclonal antibody IVA12 (ATCC, Rockville, MD, USA) was added; to block HLA-II subtype specific responses, 10 mg/ml of anti-DR (L243, ATCC), anti-DQ (SPV-L3, IgG2a, a kind gift from Dr. H.Spits, DNAX,CA,USA) and anti-DP (B7/21, Abcam,USA.) specific antibodies were added. In selected cases, PBMC depleted of CD4 + or CD8 + T cells prior to the 10 days expansion culture, were cultured in the presence or absence of indicated peptides in ELISPOT plates to confirm the dependence of T cell subsets responsible for peptide-induced responses. Data were expressed as the mean spot-forming cells (SFC) of 4 replicate assay cultures.
Statistics
Student's t-test was used to analyze the quantitative differences between the experimental and control wells in ELISPOT assays. All tests were one-tailed and a P-value below 0.05 was considered significant.
